Acinetobacter kanungonis

Degradation pathway genes

Ecological versatility

Isolated from the skin of
freshwater pufferfish collected
from the Mahanadi River in India



Acinetobacter kanungonis sp. nov. (PS-1T) Genome Accession Number: JAACKC000000000
Quality of Genome Assembly and Annotation:
Results from indigenously developed BHARAT analysis pipeline: (Bacterial Hybrid genome Assembly and Rapid Annotation Toolset)

Table 1: Assembly Det Table 2: Annotated Genome Features Subsystem Analysis
CDS

ails
. Subsystem (Subsystems, Genes)
Contigs 34 3,344 B METABOLISM (86, 593)

W PROTEIN PROCESSING (42, 222)

GC Content 41.97 tRNA 66 B STRESS RESPONSE, DEFENSE, VIRULENCE (32, 117)
B ENERGY (27, 209)
; ; B MEMBRANE TRANSPORT (21, 102)
Contig L50 5 Repeat Regions B DNA PROCESSING (17, 64)
B RNA PROCESSING (14, 75)
Genome length 3,506,843 bp rRNA B CELLULAR PROCESSES (12, 73)
_ CELL ENVELOPE (6, 39)
Contig N50 265,534 B MISCELLANEOUS (5, 17)

REGULATION AND CELL SIGNALING (3, 12)
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